The asymmetric unit of the title compound, (C 13 H 11 N 2 ) 2 -[Mn(C 7 H 3 NO 4 ) 2 ]Á3H 2 O, consists of a discrete mononuclear [Mn(2, 2 ] 2À anionic complex (2,6-pydc is pyridine-2,6-dicarboxylate) associated with two 9-aminoacridinium counter-ions for neutralization of charge and three uncoordinated water molecules. The Mn II atom is six-coordinated by (2,6-pydc) 2À anions in a tridentate fashion and is at the centre of a distorted octahedron formed by the MnO 4 N 2 bonding set. In the crystal, various intermolecular interactions between different moieties can be found, such as different kinds of hydrogen bonds, offset or slipped -[centroid-centroid distances in the range 3.3704 (12) to 3.8674 (13)Å ] and C OÁ Á Á [3.563 Å ] interactions, which lead to the formation of a three-dimensional supramolecular network.
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For complexes derived from Mn(II) atoms and pyridine-2,6-dicarboxlic acid, see: Aghabozorg et al. (2010 Aghabozorg et al. ( , 2011 . 
Experimental
Crystal data (C 13 Table 1 Hydrogen-bond geometry (Å , ). 
2010
). Acridine and related derivatives bind to DNA and RNA due to their abilitiy to intercalate. In the viewpoint of crystal engineering, acridine and its 9-amino derivative are very interesting because of their capability for hydrogen bonding via N atom of the ring and π-π stacking since they possess three rings (Aghabozorg et al. 2010 , Mei & Wolf, 2004 .
In continuation of our study on proton transfer compounds and their complexes (Mirzaei et al., 2011; Eshtiagh-Hosseini, Aghabozorg et al., 2010; Eshtiagh-Hosseini, Alfi et al., 2010; Eshtiagh-Hosseini, Gschwind et al., 2010; EshtiaghHosseini, Yousefi et al., 2010) , here we describe the crystal structure of a new coordination compound based upon Mn II atom, 2,6-pydcH 2 , and 9aa (abbreviation for 9-aminoacridine) fragments. and an anionic moiety via with NH 2 group and with another complex via N atom of ring. Also, there is a H-bond pattern with graph set R 4 2 (8) created by two water molecules and two complex fragments. Alongside different H-bonds, π-π stacking interactions play an important role in the stability of 1. As claimed before, 9aa can establish several π-π stacking interactions, and this point is evident in this structure, as well as the intermolecular π-π interaction which occurs between the two symmetry-related anionic fragments (2,6-pydc) 2- . Distances between centroids of aromatic rings range from 3.3704 (12)Å to 3.8674 (13)Å (Cg1-Cg2= 3.703 Å, Cg1=C16-C17-C18-C19-C20-C21 and Cg2= Spek, 2009) . In addition to these intermolecular interactions, some weak interactions such as C=O···π (Cg4-O= 3.563 Å, Cg4=C8-C9-C10-C11-C12-N2), aid to construct a three-dimensional supramolecular network (Fig. 2) .
Experimental
To an aqeous solution of pydcH 2 (0.0167 g, 0.1 mmol) a solution of 9a-ac (0.02 g,0.1 mmol) in methanol was added dropwise, then a soution of MnCl 2 .2H 2 O(0.0167 g, 0.1 mmol)) in water was added and the resultant solution was heated and stirred for 3 hrs at 60 °C. The yellow crystals were obtained by slow evaporation at room temprature after 3 days.
supplementary materials sup-2 Refinement
The structure was refined using the full-matrix least-squares refinement included in the SHELXL-97 (Sheldrick, 2008).
All non-hydrogen atoms were refined anisotropically. Hydrogen atoms bound to N and O atoms were located from the difference Fourier map and refined as free entities; O-H bonds were restrained to 0.95 (2) Å and H-H distances to 1.50 (4) Å. Hydrogen atoms bond to carbon atoms placed according to their geometrical environment and refined using a riding model with C-H distance 0.93 Å and U iso (H) = 1.2U eq (C).
Figures Fig. 1 . ORTEP view of the title molecule, with the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. (9aaH) + ions and carbonyl···π interactions (Cg1-Cg2= 3.703 Å,
Cg1=C16-C17-C18-C19-C20-C21 and Cg2=
Bis(9-aminoacridinium) bis(pyridine-2,6-dicarboxylato-κ 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. (7) 0.0080 (6) 0.0083 (7) N5 0.0428 (7) 0.0589 (9) 0.0324 (7) 0.0093 (7) 0.0104 (6) 0.0122 (6) N6 0.0635 (10) 0.0470 (8) 0.0335 (7) 0.0255 (7) 0.0120 (6) 0.0086 (6) C28 0.0350 (7) 0.0380 (8) 0.0348 (7) 0.0078 (6) 0.0097 (6) 0.0074 (6 
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